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EST72223 (705 nt.) 



EST72223 sequence: 

CCCTTATTAGAGGATTCTGCTCATGCCAGG GTGAGGTAGTAAGTTGTATTG 

TTGTGGGGTAGGGATATTAGGCCCCAATTAGAAGATAACTATACAACT MIR98 

TACTACTTTCCCTGGTGTGTGGCATATTCACACTTAGTCTTAGCAGTGTTGCC 

TCCATCAGACAAAGTTGTAGATGTTCCTTGGATAATTTGGACTGGAAGAAAAGA 

GACATGGAAGGGGACAGATGGTGTTTAGGGTGAGGCAGATGTCATTATAAAGT 

GACTTGTCTTTCATTAATTGGAGCATATAATTATTTTACCTTTGGGCATGAACTC 

ATTTTGCTATTCTTCAACTGTGTAATGATTGCATTTTATTAGTAATAGAACAGGA 

ATGTGTGCAAGGGAATGGAAAGCATACTTTAAGAATTTTGGGCCAGGCGCGGT 

GGTTCATGCCTGTAATCCCAGCATTTTTGGGAGGCCGAGGCGGGTGGATCAC 

CTGAGGTCAGGAGTTCGAGACCAACCTGGCCAACACGGCGAAACCCCGCCTC 

TACTCAAATACAAAAATTAGCCAGGCTTGGTGACACTCGCCTGTGGTCCCAGC 

TACTCAGGAGGCTGAGGCAGGAG AATTGCTTGAACCCAGGAAGTGGA G GAM2f 

GCTTCAGTGAGCTGAGAACACGCCACTGCACTCCAGTCCTGGGCAAC 

AGAGCAAGACTCTGTCTCAGGAAAAAAAAAG 
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